Scaptotrigona bees are efficient pollinators as they use odors in marking trails to distant food sources. They build their nests in cavities of large living trees making them susceptible to anthropic actions, such as deforestation. Due to the reduction in population size as a result of fragmentation and destruction of natural habitat, many species are threatened with extinction (Freitas et al. 2009 ). Scaptotrigona comprises 30 Neotropical species, out of which 18 have been recorded in Brazil (Moure et al. 2007 ). This genus still harbors many undescribed species and cryptic species complexes (Silveira et al. 2002) .
Scaptotrigona xanthotricha shows a wide distribution in the Atlantic rainforest ranging from southern to the northeastern Brazil (Silveira et al. 2002) . Duarte et al. (2009) reported a remarkable geographical variation in the number and location of the Nucleolus Organizer Regions in this species. This finding lent support to the existence of interpopulational divergence or even additional taxa, thus reinforcing the need for more detailed assessment of this group using molecular markers.
Studies on the genetic diversity and population structure of stingless bees have become frequent due to the development of microsatellite markers for several species such as Melipona mondury (Lopes et al. 2010) , Melipona bicolor (Peters et al. 1998) , and Scaptotrigona postica (Paxton et al. 1999) , among others. However, these studies are still scarce when compared to the high diversity within this group. The present study aimed at the identification and characterization of microsatellite loci for S. xanthotricha.
An enriched genomic library was constructed from a pool of DNA from 30 individuals of the same colony following Billotte et al. (1999) . DNA extraction followed Han and McPheron (1997) . Five micrograms of DNA (300 ng/μl) was digested with RsaI and linked to RsaI adapters. The library was enriched for (CT) 8 and (GT) 8 repeats using biotinylated probes attached to streptavidin-labeled magnetic beads as described by the manufacturer (MagneSphere Paramagnetic Particles, Promega). Selected fragments amplified by polymerase chain reaction (PCR) using primers with sequences complementary to the adapters and inserted into the plasmid pGEM-T (Promega) were transformed into competent XL-1 Blue Escherichia coli cells. Once most of the colonies were transformed, 96 were selected for long-term storage at −80°C into a microplate. Forty-eight positive clones were sequenced on an automated sequencer ABI PRISM 377 (Applied Biosystems) using SP6 and T7 primers and the Big Dye terminator kit v3.1 (Applied Biosystems). A total of 32 sequences contained microsatellite regions. Primers for suitable flanking regions of 23 microsatellites were designed using PRIMER version 2.0 (Lincoln et al. 1991) . Amplifications were performed in 25 μl reaction containing 2.5 ng of genomic DNA, 1× Buffer KCl, 7 mM of each primer, 2 mM of each dNTP, 0.03 mM MgCl 2 , and 1 U of Taq DNA polymerase. The PCR conditions were: 94°C for 1 min, followed by 35 cycles of 94°C for 1 min, specific annealing temperature (Table I ) for 1 min, 72°C for 1 min, and a final extension at 72°C for 5 min. Thirteen loci (GenBank accession numbers JN119815-JN119826) that had the correct size were analyzed for polymorphism in a sample of 36 workers from 18 colonies of S. xanthotricha collected along its distribution using denaturing 6% polyacrylamide gels stained with silver nitrate (Creste et al. 2001) . We selected 12 polymorphic loci (Table I) . Allelic frequencies, observed (H O ) and expected heterozygosities (H E ), polymorphic information content (PIC), first-parent non-exclusion probability of each locus (PNExc), non-exclusion probability of identity (the probability of two randomly selected individuals having the same genotype) of each locus (I), and combined probabilities were estimated using CERVUS (Marshall et al. 1998 ). Number of alleles (N A ), fixation index (F IS ), and tests for linkage disequilibrium between loci were calculated using FSTAT (Goudet 2002) . A significance test for F IS was also performed using FSTAT based on 240 randomizations with the p value corrected by the Bonferroni method, p<0.05. Obtained values are depicted in Table I .
The PIC varied from 0.375 to 0.927 with an average of 0.768, showing that the described loci have a high polymorphism.
Estimated F IS values for each locus ranged from −0.098, indicating an excess of heterozygotes, to 0.366 indicating an excess of homozygotes. However, no significant deviations from random mating were found. Twelve loci were tested for linkage disequilibrium at a confidence interval of 95%, and only Sxant 14 and Sxant15 showed linkage disequilibrium.
Allele number, H E , H O , and PIC in S. xanthotricha were considerably higher than those found in M. mondury (Lopes et al. 2010) , M. bicolor (Peters et al. 1998) , and S. postica (Paxton et al. 1999) .
These 13 primer pairs were succesfully transferred for three other species of Scaptotrigona, Scaptotrigona depilis, Scaptotrigona bipunctata, and S. postica, using the same amplification conditions (Table I) . Twelve loci were polymorphic, except for Sxant01. The present results suggest that these new microsatellites will be very useful for analyzing the genetic diversity and population structure of stingless bees, especially those within the genus Scaptotrigona. 
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